1 GCACX3AGCCGCGGCCGGGGTCCGCGCAGCGATGGGCGG 60 
1 MGGRRGRWGC 10 



61 AGGCTGCTCGCACTGCTGCTACTGGTGCCT^ 120 

11 RLLALLLLVPGPGG A S E I T F 30 

3iELPD NAKQCFYED IAQGTKC 50 

181 ACCCTGGAGTTCCAGGTGATTACTGG^ 240 

51TLEFQVITGGHYDVDCRLED 70 

241 CCTGATGGTAAAGTGTTATACAAAGAGATGAAGAAACW 300 

71PDGKVLYKEMKKQYDSFTFT 90 

301 GCCTCCAAAAATGGGACATACAAATT^ 360 

91ASKNGTYKFCFSNEFSTFTH 110 



361 AAAACTGTATATTTTGATTTTCAAGTTGGAGAA^ 420 

111 KTVYFDFQVGEDPPLFPSEN 130 

421 CGAGTCAGTGCTCTTACCCAGGTAAATA 480 

131RVSALTQVNKKI SNIMLVYL 150 

481 AAAGGAGG AAAAAAGCATAATTTAATATCATGCACTAACTGAT^ 540 

151 KGGKKHNLI SCTN * 163 

541 ACTGACAGTCTTTAAAATCTATCT^ 600 



601 GAIl'rrrTGTAGTGAAAAATAATGTTGAA^ 660 



661 GAAGCATTAAAATAAGGAGGAAGATCACTAAGGTAGAAACATCA 720 



721 GGGAAGGCTGAGCAGTGTTCCAATCTTCTGAAGC^ 780 



781 TGCTGTCATACTCAGGAGGCrGGTGTAACIGGAAG 840 
841 AAATAATACCATATCATAGCK^TTTATAC 900 



901 GTAACTTGTGATGTAACITTAGGTGAAAT^ 960 
961 AATAGTTACAAAAGCTAAATTCAGATTTATTTTGGAGA 1020 



1021 TAAACCCAGTGAACAACTATTGCTTAGGTGATGAGGAC^ 1080 
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1081 CAGCAAAATCCAAAATGCTTCAAAtfTCCAAAACT^^ 1140 

114-1 AAGTGGAAGATTGTTACATCT 1200 

1201 CCTTAAGGCTGCATGTATAAGGCATATATG^ 1260 

1261 GGTTCCATCAC^AGATATCTCATTATCT 1320 

1321 TGAAATTCAAAGCACTTCTGGTCCCAAACATTT^ 1380 

1381 GCTTAGATCGTATCT AAAAGTT ACTCAATTAGGCATGAAAAAGAATTATTTACCACTTAT 1440 

1441 TCGTTAACATCTTAAACTGGT ATTTTAGTGTTCCCAGGGTTCT ATTTAGTCICT 1500 

1501 AAGTCATGGTGAAAGAAACAGCTTTAAGAATGTGTAAA 1560 

1561 GTTAGAATTAGCAAGATATATTCAAATACTCTTAATTT^ 1620 

1681 AACCTGTATCCATTCCTTCATGAATTTTAACTTC 1740 

1741 AAGTGGGTAAATATAAGAAATGAATGGTAATAAAGCAGTTAGTATCATA 1800 

1801 AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 1836 



Fig. IB 



1 



MGGRRGPWGCR ] 11 



121 CTTCCTGACAACGCCAAGCAGTGCTTOT 180 
32LPDNAKQCFYEDIAQGTKCT 51 



181 CTGGAGTTCCAGGTGATTACTGGTGGTCACTATGATCT 240 
52LEFQVITGGHYDVDCRLEDP 71 



241 GATGGTAAAGTGTTATACAAAGAGATGAAGAAACAGTATGATAGT^ 300 
72DGKVLYKEMKKQYDSFTFTA 91 



301 TCCAAAAATGGGACATACAAATTTTGCTTCAGCAA 360 
92 SKNGTYK FCF SNEFST F'THK 111 



361 ACTGTATATTTTGATTTTGAAGTTGGAGAA 420 
112 TVYFDFQVGEDPPLFPSENR 131 



421 GTCAGTGCTCTTACCCAGATGGAATCTGC 480 
132VSALTQMESACVS IHEALK S 151 



481 GTCATCGATTATCAGACTCATTTCCGTTTAAGAGAAG^ 540 
152 VIDYQTHFRLREAQGRSRAE 171 



601 AGCATAGGGCAGGTATTTCTTTTGAAAAGCTTTT^ 660 
192 SIGQVFLLKSFFSDKRTTTT 211 



661 CGTGTTGGATCATAACTACGTTTTGAGAAT^ 720 
212 R V G S * 215j 



721 TCCTCTAATTAATTTTAGGTACTGAAGAACTTAATATTC 780 



781 TCATACACTTGTTGGGAGGGATGT ACAATGCAT CTT 840 



841 TTTTTATTTGTAAAGGTGGAAAAACTTTGGAACT^ 900 



901 TCAACACCAATGATCTA 



rATATCTACTCTTCGCACACTAAACT 960 



961 TTGGTATTTTGATTCCTTTTAACCATTTAAGACT 1020 
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1021 TAAAAACTTTAGATTTAATGTCTACATGTGTTAGGGAGGAA 1080 

1081 TTAAT AAGAAAAC CAAATGTGATGAACTGTAGCCCAAGC^ 1140 

1141 TTATGGAGGAAAAATAAATCTACCATAGGAATGTTAGTTAATATTGAT 1200 

1201 AATTGATTTCTCACTAGCTTAGAAA^ 1260 

1261 ACCAGCTATGCTATTTTTTCATAAAGGCATTTC 1320 

1321 TAGTGTAAAAGAGTTTATACAGGCCTTAAATATCAGACT 1380 

1381 CAGAAAT AATTT AAGACACT ACAATGGGGGCAAATGAAAT AGGAAAATTTTTAGTGAGTT 1440 

1441 ACACGTACTCATTACATTTTCAGT^ 1500 

1501 AAAATTTTAATTGGGCTAGCTCTTC 1560 

1561 AGCITAAATTAACAATTGTAGTATT 1585 
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HETDW91 x HUT1ST2RBP 



9 GCRLLALLLLVP . . GPGGA SE I TFEL.PDNAKQCFYED IAQGTK 49 

:. |||:||:| :.||| =1=11 II-- 11111=- =•••- 

6 AAIJ^XJUjWLLMP PVEVGGAG P P P I QDGEFTFLL. P AGRKQCFYQ S APANAS 55 t 

50 CIT.EFC^ITGGHYDVDC^ 99 

. |:|||.|: -III II. hi : I -I :h = h-:..-hlh 
56 LETEYQVI GGAGLDVDFTLE S PQGVIX VS ESRKAIXSVHTVEPTEAGDYKL 105 

100 CFS NEFSTFTH KTVYFDF . . . QVGEDPPLFPSENRVSALTQVNKKISNI . 145 

||. |. |||:.. | |:|:: =- = |.-= I- ■ :: h-l 

106 CFDNSF ST I SEKLVFFEL IFD SLQDDEEVEGWAEAVE PEEMLDVKMED IK 155 

146 MLVYLKG . . GKKHNLISCT 162 

||..|:: ::.:|| ... 
156 ESIETMRTRLERSIQMLTIxLRAFEARDRNLQEGN 189 
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HE8CV92 x HUT1ST2RBP 



4 RRGPWGCKLLiALLLLVP . . GPGGA SEITFELPDNAKQCFYEDI 44 

IIMM :.||| = I = I I I I • • I I I I I = • 

1 MMAAGAALAIjALWLLMPPVEVGGAGP PP IQDGEFTFLLPAGRKQCFYQSA 50 

45 AQGTKCTLEFQVT TGGHYDVDCRJLED PDGKVL YKEMKKQYDSFTFTASKN 94 

: hlll-h -III 11-1 = 1 =1 -I : I ■ « !•• = ••• 

51 PANASLETEYQVIGGAGIJ3VDFTLES PQGFVLLVSESRKADGVHTVEPTEA 100 

95 GTYKFCFSNEFSTFTHKTVYFDFQ 144 

|.||:||.|.|l|:.-l |:|:: • = |.:..|:.. I I- 

101 GDYKLCFDNSFST I SEKLVFFEL IFDSLQDDEEVEGWAEAVE PEEMLDVK 150 

145 IHEALKSV IDYQTHFRI^FJ^RSRAFX)IJvITRVAYWSVGE 184 

:.: -|: h I =1 ll-=l- -1= -11=11--= 

151 MEDIKES I ETMRTRLERS I Q^TLLRAPHARDRNLQFX^NLERVNFW 200 

185 AL ILLWS IGQVFLIiCSFF SDKRTTTT 211 

■ :||:|.: II Mil MI-.-l 
201 VAVUJ^VAVI^VCTIJCRFFQDKRPVPT 227 
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■Alpha, Regions - Garnier-Robson 
■Alpha: Regions - Chou-Fasman 
■Beta, Regions - Garnier-Robson 
■Seta. Regions - Chou-Fasman 
-I HTum, Regions - Garnier-Robson 
■Turn, Regions - Chou-Fasman 
nCoil, Regions - Garnier-Robson 

nHydrophilicity Plot - Kyte-Ooolittle 



OHydrophobicity Plot - Hopp-Woods 

■Alpha, Amphipathic Regions • Eisenberg 
■Beta, Amphipathic Regions - Eisenberg 
□Rexible Regions - Karplus-Schulz 

HAntigenic Index - Jameson-Wolf 
□Surface Probability Plot - Emini 
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■Alpha, Regions - Gamier-Robson 
■Alpha, Regions - Chou-Fasman 
■Beta, Regions - Gamier-Robson 
■Beta, Regions - Chou-Fasman . 
4_ BTurn, Regions - Gamier-Robson 
■Turn, Regions - Chou-Fasman. 
nCoii, Regions - Gamier-Robson 

QHydrophilicity Plot - Kyte-Doolittle 



DHydrophobicity Plot - Hopp- Woods 



,lpha, Amphipathic Regions - Eisenberg 
■Beta. Amphipathic Regions - Eisenberg 
□Flexible Regions - Karplus-Schulz 



■Antigenic Index - Jameson-Wolf 



□Surface Probability Plot - Emini 
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Human Tl-receptor ligand amino acid (GenBank accession number: 
U41804; SEQ ID NO:5) 

MMAAG AALALALWLLMPP VE VGG AGPPPIQDGEFTFIXP AGRKQCFY QS AP A 

NASLETEYQVIGGAGLDVDFrLESPQGVLLVSESRKADGVHTVEPTEAGDYKLC 

FDNSFSTISEKLVFFELIFDSLQDDEEVEGWAEAVEPEEMLDVKMEDIKESIETM 

RTRI^RSIQMLTLLRAFEARDRNLQEG^ERVNFWSAVNVAVLLLVAVLQVCT 

LKRJFFQDKRPVPT 



HETDW91R (SEQ ID NO:6) 

GGCANAGCCNGGCCGGGGTCCGGCAGCTGGGCGGCCGTCGCGGGCCTGT 
GGGGNTGCAGGCTGCTCGCACTGCTGCNACTGGTGCCTGGACCCGGCGGC 
GTCTTCTAANATCACCTTCGAGGCTTCCTGGACAACGNCAAGCAGTGCTTCT 
NACGAGGACATCGCTCAGGGCACCAAGTGCACCCTGGGAGTTCCAGTGATT 
ACTGGTGGTCACTGATNATGTAGATTGTCGATTAGAAGATCCTGATGGTAAA 
GTGTTATACAAAGAGATT^AGTAACAGTOTGGTAATTTTTACCTTNNACAG 
NCTTCCAAAAAGGGGGACATN 



HSRDN17R (SEQ ID NO:7) 

NACACATAAAACTGTATATTTTGATTTTNAAGTTGGAGAAGACCCACCTTTN 

TTTCCTAGTGAGAACCGAGTNAGTGCTCTTACCCAGATGGAATCGCCTGTGT 

TTCAATTCACGAGGCTCTGA 



HASAA31R (SEQ ID NO:8) 

1 1 rCTTTTGAAAAGCl 11 1 1 CTCAGATAAAAGAACCACCACAACTCGTGTTGG 
ATCATAACTACGTTTTGAGAATTGATGCACCATTGCCACTGTAATATTGCTGT 
CCTCT AATTAATTTT AGGTACTG AAG AACTTAAT ATTGGC AAC A 11111 ' AAAT 
CCTTACTCATACACTTGTTGGGAGGGATGTACAATGCATATTCCCAAACTGT 
GGAAAGG AC ACC1 111 11 1 ATTTGTAAAGGTGGNAAAACTTTGGAACTCATT 
TTGGGCTATTCATGTTAAATATTCAACACCAATGATCTACTCTGTTCGCAGTT 
GTTTATATCTACTCTTCGGACACrAAACITNGTATTTTGGOTCCNTTTAACCT 
TT 



HPFCQ85R (SEQ ID NO:9) 

AATTCGGCACGAGGTGATATGTTTAATTTTAACATTTTAATTGGCTAGCTCTT 

GCCCTTATATGACTTTAATGTCTGTGAGTCATTCCCAGCTTAAATTAACAATT 

GTTAGTATTAGTCTCACACATAAGT GCCATACATTTTA TCCTCATGGATGTGA 

TGCACTG AAAAGTTAGTTGCTCTCC 111 1 1 1C1 1T1T1T1GTCGTGCATATTTT 

ATTTCTGTAGTTTCTGGTTAGCTACCCTAAAGTGATTTAAAAATTTAGAATGC 

TTTGTGTTTCCT ATTTGGT AATCTTC ATTG AC CTTTAGTTAATGAGTATT 

AAATGGTGCATATCCTGTAGACTATAGGGNTTACAATGNGTTGCACCTTATA 

ACTTGGATTAGATNGGCNGATTGNAATAGGTTTGGTCCCAGNTTTATCCGTT 

GG ATCC AAGTGGTTCCAAA T 1 TTI NGGNTTTAAGGCTTCCGCGGTTN T 

TTANNGCACCGTTTTNCCGGGNCCTTNCCCCCAA 
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